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To further support the positioning of the organometallic moieties, maps were generated using phenix.polder, 1 which allow for weak ligand density to be viewed in sharper detail (Fig. S4 ) and simulated annealing composite omit maps, which further proved the ligand identity ( 
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Experimental
Synthesis
Compound 1 was prepared using the synthetic method described by Ott et al. 3 Protein crystallography HEWL crystals of 0.1-0.2 mm were grown from a reservoir solution consisting of NaCl (0. 8 M) and NaOAc (0.1 M, pH 4.7) which in the crystallisation drop was mixed with an equal volume of HEWL (100 mg/ml). 4 Crystals formed within 24 h, and were then transferred into a drop of reservoir solution of NaNO 3 (0.8 M) and NaOAc (0.1 M, pH 4.7) supplemented with 1 (1.04 mg, 1 mg/mL). The crystals were observed to turn orange after 3 d, and X-ray analysis was performed after a period of 3 d and 1 month. For this purpose, the soaked crystals were transferred into a cryoprotectant of 20% glycerol, NaNO 3 (0.8 M) and NaOAc (0.1 M, pH 4.7), and flash frozen in liquid nitrogen.
Crystal data collection and analysis
X-ray diffraction data were collected on the crystallography beamlines MX1 at the Australian Synchrotron. 5 Data were processed with XDS. 6 The protein crystallised in the space group P4 3 2 1 2. The structures were determined by molecular replacement using a monomer of lysozyme (PDB ID 4NHI) as a search model in PHASER. 7 The models were refined with iterative rounds of refinement and model building in REFMAC 8 and COOT. 9 Sodium ion placement was aided by the use of the WASP server at USF. 10 The anomalous difference maps were generated using FFT. 11 The fragment formed was reformatted using Gaussian 12 (from the small molecule crystal structure of 1), while the final PDB and CIF files were generated by phenix.elbow. 13 Electron paramagnetic resonance where n = number of moles of CuSO 4 standard measured. The CuSO 4 spectrum was recorded at the same conditions except at one third of the gain; its integrated area was thus tripled to adjust for accurate calculation.
The spectra were simulated using the JEOL anisotropic simulation software. The HEWL-KP1019 spectrum is complex, showing more than one anisotropic signal. The g value range (axial and rhombic species g = 0.95-3.08) was consistent with those observed for KP1019 in other environments, as is the presence of more than one Ru III signal. 14 S10 
Mass spectrometry
Binding studies between 1 and His or HEWL were conducted with ESI-MS. His (1 mM) and 1 
